The complete genome sequence of a simian foamy virus infecting the neotropical primate Brachyteles arachnoides (SFVbar) was obtained using nextgeneration sequencing and genome walking. The full-length SFVbar genome is composed of 11,994 bp and shows a genomic organization similar to that of other neotropical SFVs.
. The GenBank ORFfinder tool was used to determine the location and size of SFVbar open reading frames (ORFs). The genomic structure of SFVbar was similar to that of other foamy viruses (FV) (23) , with ORFs encoding the essential proteins Gag, Pol, and Env and the accessory proteins Tas and Bet, flanked by two long terminal repeats. Additionally, the SFVbar sequence was aligned with the four NWP SFV genome sequences available from GenBank (SFVsxa, accession number KP143760; SFVcja, accession number GU356395; SFVasp, accession number EU010385; and SFVspp, accession number GU356394) using MUSCLE in MEGA version 7.021. A phylogenetic tree inferred using the neighbor-joining method, the Kimura 2-p model, and 1,000 bootstrap replicates grouped SFVbar with SFVasp, both infecting NWP species of the Atelidae family. These findings corroborate the FV-host cospeciation hypothesis (24) . A nucleotide sequence comparison using the pairwise distance tool of MEGA showed that SFVbar is more similar to SFVasp in the pol gene (75.7% sequence identity) but less in env (68.8%) and in gag (55.8%).
Data availability. The SFVbar genome sequence was deposited in DDBJ/ENA/ GenBank under accession number MH368762.
